stoichiometries between proteins in the same sample. 3 
Functional annotation and enrichment analysis
Proteins identified in at least two of the three biological replicates were included for further analysis. Gene ontology (GO) annotations were downloaded using the online resource DAVID. 4 5 The GO cellular compartment annotation chart (GOTERM_CC_FAT) was selected and the protein list was imported into Cytoscape (version 2.8.1) 6 and analyzed using the Enrichment Map plugin. 7 The following criteria were used to generate the network: P value < 0.005, FDR (Benjamini-Hochberg) cut-off < 0.01, similarity cut-off > 0.6. The network was then analyzed using the Markov Cluster Algorithm (MCL) to generate distinct clusters. Proteins annotated in the extracellular region cluster were further cross-referenced with the human matrisome project, 8 and cytoplasmic proteins annotated as extracellular region (ACTN1, ACTN2, ACTN4, CALM1, CSNK2B, FLNA, GLIPR2, HINT2, HSPD1, RNH1, TLN1, TTN, TUB4A4, and VCL) were excluded. The final list of 144 proteins was termed the glomerular ECM proteome, and this was used for further analysis.
Protein interaction network analysis
Protein interaction network analysis was performed using Cytoscape (version 2.8.1). 6 Proteins identified in at least two biological replicates were mapped onto a merged human interactome built from the Protein Interaction Network Figure S2 . Relative quantification of the ten most abundant ECM proteins detected by MS. Quantification was calculated using peptide intensity as described in the Supplementary Methods. Quantification by peptide intensity was compared to normalized spectral counts (nSC). Gene names are shown for clarity, and collagen IV and laminin isoforms are combined as one value. Table S1 . Most abundant basement membrane and other structural ECM proteins in the glomerular ECM proteome. Proteins identified by MS were quantified using normalized spectral counts (nSC) or peptide intensity (PI). The ten most abundant components are shown (including component chains). Proteins were categorized according to GO annotation as basement membrane or other structural ECM proteins. 
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